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16G2 HEAVY CHAIN VARIABLE REGION 



27 

CTG GAG GAG TCA GGA CCT AGC CTC GTG 
GAC CTC CTC AGT CCT GGA TCG GAG CAC 
LeuGluGiuSerGly Pro SerLeuVal 

81 

TGT TCT GTC ACT GGC GAC TCC ATC ACC 
ACA AGA CAG TGA CCG CTG AGG TAG TGG 
CysSerVal ThrGlyAspSerl I eThr 

135 

TTC CCA GG AAT AAA T T GAG TAC ATG 
AAG GGT CCC TTA T T AAA CTC ATG TAC 
Ph ProGlyAsnLysPh GluTyr MET 



54 

AAA CCT TCT CAG ACT CTG TCC CTC ACC 
T T GGA AGA GTC TGA GAC AGG GAG TGG 
Lys Pro SerGlnThr LeuSerLeuThr 

108 

AGT GGT TAC TGG AAC TGG ATC CGG AAA 
TCA CCA ATG ACC TTG ACC TAG GCC T T 
SerGlv TvrTroAsn T r p I I e A r g Lys 

162 

GGA TTC ATA AGT TAT AGT GGT AGC ACT 
CCT AAG ATA TCA ATA TCA CCA TCG TGA 
G I y Phe I I eSerTvr SerGlv SerThr 
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FIG. 6 



20E11 HEAVY CHAIN VARIABLE REGION 

54 
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Me Th r 


S e r 



108 



135 162 
CCA GAT AAT ACA CTT GAG TAC ATG GGA TAC ATA AGT TAC AGT GGT AGT ACT TAC 
GGT CTA TTA TGT GAA CTC ATG TAC CCT ATG TAT TCA ATG TCA CCA TCA TGA ATG 
Pro AspAsnThr LeuGluTyr MET G I y Tvr I I e SerTvr Ser GlvSer Thr Tvr 

189 216 
TAC AAT CCA TCT CTC AGA AGT CGA ATC TCC ATC ACT CGA GAC ACA TCC AAG AAC 
ATG TTA GGT AGA GAG TCT TCA GCT TAG AGG TAG TGA GCT CTG TGT AGG TTC TTG 
Tvr AsnPro SerLeuAra Ser Argl le Serl I e Thr Arg AspThr SerLysAsn 

243 270 
CGA TAC TCC ATG CAG TTG AAT TCT GTG ACT ACT GAG GAC ACA GCC ACA TAT TAC 
GTC ATG AGG TAC GTC AAC TTA AGA CAC TGA TGA CTC CTG TGT CGG TGT ATA ATG 
GlnTyrSer MET Gin Leu AsnSer Val Thr Thr Glu AspThr Ala ThrTyr Tyr 

297 

TGT GCA AGA TCC TCG GAT GCT ATG GAC TAC TGG GGC GC 

ACA CGT TCT AGG AGC CTA CGA TAC CTG ATG ACC CCG CG 

CvsAla Arg SerSerAspAla MET AspTvr Trp Gly 
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